The H3 subtype avian influenza virus (AIV) can provide genes for human influenza virus through gene reassortment, which raises great concerns in terms of its potential threat to human health. Here, we report the complete genome sequence of a novel H3N2 AIV isolated from domestic ducks in the Jiangsu province of eastern China in 2004, which is a natural recombinant virus whose genes are derived from H3N8, H5N1, H5N2, H11N2, H4N6, and H1N1 AIVs. This genome will help to understand the epidemiology and molecular characteristics of H3N2 influenza virus in eastern China.
vian influenza (AI) is caused by type A influenza viruses, which mainly result in systemic or respiratory diseases in birds. All known influenza A virus subtypes differ with respect to two surface glycoproteins, hemagglutinin (HA) (H1 to H17) and neuraminidase (NA) (N1 to N10) (1, 2) . It is notable that the results of a recent epidemiological investigation of different-HAsubtype avian influenza viruses (AIVs) showed that the H3 subtype is the predominant subtype among low-pathogenic AIVs, and the seasonal variations in isolates of the H3 subtype AIVs are consistent with those of human H3 subtype influenza viruses (3). Some research predicts that H3 subtype AIVs will be capable of directly infecting humans through gene reassortment (4, 5) . Previous studies demonstrated that the Hong Kong pandemic influenza virus (H3N2) in 1968 was a reassortant with avian (H3) PB1 and HA genes and six other genes from the human (H2N2) virus (6) . Therefore, these findings emphasize the importance of H3 AIV surveillance for understanding the genesis and emergence of novel reassortants with pandemic potential.
In this study, strain A/duck/Jiangsu/26/2004 (H3N2) was isolated from apparently healthy domestic mallard ducks in the Jiangsu province of eastern China. PCR was performed by using the universal primers for influenza A virus (7). These PCR products were purified and sequenced on an ABI 3730 capillary DNAsequencing instrument. Genome sequences were aligned by using ClustalW in the Molecular Evolutionary Genetics Analysis 
